In silico microarray analysis of a previously published dataset utilising hESC (H1, H9, and RH1) cultured in both 21% O 2 and 2% O 2 was conducted as previously described (44). We note that these are different hESC lines to the one used for all experiments conducted in this study however we, and others, have demonstrated that culture in reduced oxygen resulted in reduced transcriptional heterogeneity between hESC lines thus validating our use of an independent hESC line (45). Data was then sorted by gene name, relative expression values of <10 removed, and multiple probe hits deleted after generating averaged values.
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